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Alignment 1 : 



1 >GRAPAHIT 1 1 LLQDSLLRLKDYRQCFECSDVALNEAVQQMVNSGEAAAKEEWVATVTQLL 

2>lvhr 1 SVQDLNDLLSDGSGCYSLPSQPCNE VT PR I YVGNAS VAQD IPKLQKL 

1>GRAPAHIT1 51 MGIEQALSADS SGS I LKVS SSTTGLVRLTNNLIQVIDCSMAVQEEAKE PH 

2>lvhr 51 GITHVLNAAE GRS FMHVNTNAN 

1>GRAPAHIT1 101 VSSVLPWIILHRIIWQEEDTFHSLCHQQQLQNPAEEGMSETPMLPSSLML 

2>lvhr 101 FYK DSGIT 

1 >GRAPAHI T 1 151 LNTAHEYLGRRSWCCNSDGALLRFYVRVLQKELAASTSEDTHPYKEELET 

2>lvhr 151 YLGIKA NDTQEFN 

1>GRAPAHIT1 201 ALEQCFYCLYSFPSKKSKARYLEEHSAQQVDLIWEDALFMFEYFKPKTLP 

2>lvhr 201 LSAYFERAA 

1>GRAPAHIT1 251 EFDSYKTSTVSADLANLLKRIATIVPRTERPALSLDKVSAYIEGTSTEVP 

2>lvhr 251 DF I DQALAQKNGRVL VH 

1 >GRAPAH I T 1 301 CLPEGADPSPPWNELYYLIADYHFKNKEQSKAIKFYMHDICICPNRFDS 

2>lvhr 301C REGYSRSPTLV IAYLMMR QKMDVKSALS I VRQNRE I GPN DG 

1>GRAPAHIT1 351 WAGMALARASRI QDKLNSNE LKS 

2>lvhr 351 F LAQLCQLNDRLAKEGKLKP 

Ali gnment 2 : 

lal 7 PPADGALKRAEELKTQAN DYFKAKDYENAIKFYSQAIE 

GRAPAHIT2 PLCKQALEDLEKTSGHDHPDVATMLNI LALVYRDQNKYKEAAHLLNDALA 

GRAPAHIT3 KDWKGALDAFSAVQDPHSRICFN 1 GCKYTI LKNMTEAEKAFTRS IN 

lal 7 L N P S NAI Y Y GMRS LAY LR T ECY GYALGDATR- AI E LDKKY 1 K 

GRAPAHIT2 IREKTLGKDHPAVAATLNNLAVLYGKRGKYKEAEPLCKR-ALEIREKVLG 

GRAPAHIT3 R DKHLAVAYFQRGMLYYQTEKYDLAIKDLKEALIQLRGNQLI 

lal 7 GYYRRAASNMA LG KFRAALRDYET 

GRAPAHIT2 KFHPDVAKQLSNLALLCQWQGKAEEVE Y YYRRALE I YATRL GPDDP 

GRAPAHIT3 DYKILGLQFKLFACEVLYNIAFMY7\KKEEWKKAEEQLALATSMKSEPRHS 

lal7 -WKVKP HDKDAKMKYQECNKIVKQKAF 

GRAPAHIT2 NVAKTKNNLASCYLKQGKYQDAETLYKEILTRAHEKEFGSVNGDNKPIWM 

GRAPAHIT3 KIDKAMECVWKQKLYEPWIPVGKLFRPNERQVAQLAKKDYLGKATVVAS 

la 17 ERAIA GDEHKR SWDSLDIESMTIEDEYS 

GRA PAHIT2 HAEEREES KDKRRDSAPYGE YGSWYKACKVDS PTVNTTLR 

GRAPAHIT3 WDQDSFSGFAPLQPQAAEPPPRPKTPEIFRALEGEAHRVLFGFV 
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